FIGURE 75 

</usr/ seqdb2/sst/DNA/Dnaseqs .min/ss . DNA48227 
<subunit 1 of 1, 311 SlBl, 1 stop 
<MW: 40849, pi: 7.98, NX(S/T): 0 

MEALLLGAGLLLGAYVLVYYNLVKAPPCGGMGNLRGRTAWTGANSGIGKMTALELARRGAR 
WLACRSQERGEAAAFDLRQESGNNEVI FMALDLASLAS VRAFATAFLS S E PRLD I L IHNAG 
ISSCGRTREAFNLLLRVNHIGPFLLTHLLLPCLKACAPSRWWASAAHCRGRnDFKRLDRP 
WGWRQELRAYADTKLANVLFARELANQLEATGVTCYAAHPGPVNSELFLRHVPGWLRPLLR 
PLAWLVLRAPRGGAQTPLYCALQEGIEPLSGRYFANCHVEEVPPAARDDRAAHRLWEASKRL 
AGLGPGEDAEPDEDPQSEDSEAPSSLSTPHPEEPTVSQPYPSPQSSPDLSKMTHRIQAKVEP 
EIQLS 

Important features: 
Signal peptide: 

amino acids 1-16 

Glycosaminoglycan attachment site. 

amino acids 46-49 



Short -chain alcohol dehydrogenase family 

amino acids 37-49 and 114-124 



FIGURE 76 

GQAGGAGACAGCCTCCTGGGGGGCAGGGGTTCCCTGCCTCTGCTGCTCCTGCTCATCaTGGGAGGC:^^ 

GACTCCCCGCCCCAGATCCTAGTCCACCCCCAGGACCAGCTGTTCCAGGGCCCTGGCCCTGCCaGGATGAGCTGC 

O^GCCTCAGGCCAGCCACCTCCCACCATCCGCTGGTTGCTGAATGGGakGCCCCTGAGCaTGGTGCCCC^ 

CCACACCACCTCCTGCCTQATGGGACCCTTCTGCTGCTACAGCCCCCTGCCCGGGGACATGCCCACGATGGCCAG 

GCCCTGTCCACAGACCTGGGTGTCTAa^CATGTGAGGC{::7^G<:aACCGGCTTGGC3^CGGCaGTCa.GCA^ 

CGGCTGTCTGTGGCTGTCCTCCGGGAGQATTTCCAGATCCAGCCTCGGGACATG6TGGCTGTGGTGGGTGAGCA6 

TTTACTCTGGAATGTGGGCCGCCCTGGGGCCACCCAGAGCCCACAGTCTCATGGTGGAAAGATGGGAAACCCCTG 

GCCCTCCAGCCCGGAAGGCACACAGTGTCCGGGGGGTCCCTGCTGATGGCaAGAGCAQAGAAGAGTGACGAAGGG 

ACCTACATGTGTGTGGCCACCAACAGCGCAGGACATAGGGAGAGCCGCGCAGCCCGGGTTTCCATCCAGGAGCCC 

CAGGACTACACGGAGCCTGTGGAGCTTCTGGCTGTGCGAATTCAGCTGGAAAATGTGACACTGCTGAACCCGGAT 

CCTGCAGAGGGCCCCAAGCCTAGACCGGCGGTGTGGCTCAGCTGGAAGGTCAGTGGCCCTGCTGCGCCTGCCCAA 

TCTTACACGGCCTTGTTCAGGACCCAGACTGCCCCGGGAGGCCAGGGAGCTCCGTGGGCAGAGGAGCTGCTGGCC 

GGCTGGCAGAGCGCAGAGCTTGGAGGCCTCCACTGGGGCCAAGACTACGAGTTCaAAGTGAGACCATCCTCT^^ 

CGGGCTCGAGGCCCTGACAGCAACGTGCTGCTCCTGAGGCTGCCGGAAAAAGTGCCCAGTGCCCCACCTCAGGAA 

GTGACTCTAAAGCCTGGCAATGGCACTGTCTTTGTGAGCTGGGTCCCACCACCTGCTGAAAACCACAATGGCATC 

ATCCGTGGCTACCAGGTCTGGAGCCTGGGCAACACATCACrGCCTlCCAGCCAACTGGACTGTAGTTG^^ 

ACCCAGCTGGAAATCGCCACCCATATGCCAGGCTCOTACTGCGTGCAAGTGGCTGCAGTCACTGGTGCTGGAGCT 

GGGGAGCCCAGTAQACCTGTCTGCCTCCTTTTAGAGCAGGCCATGGAGCGAGCCACCCAAGAACC<:a.GTG^^ 

GGTCCCTGGACCCTGGAGCAGCTGAGGGCTACCTTGAAGCGGCCTGAGGTCATTGCCACCTGCGGTGTTGCACTC 

TGGCTGCTGCTTCTGGGCACCGCCGTGTGTATCCACCGCCGGCGCC6AGCTAGGGTGCACCTGGGCCCAGGTCTG 

TACaOATATACCAGTGAGGATGCCATCCTAAAACAaiGGATGGATCACAGTGACTCCCAGTGGTTGGCaGACACT 

TGGCGITCCACCTCTGGCTCTCGGGACCTGAGCAGCAGCAGCAGCCTCAGCAGTCGGCTGGGGGCGGATGCCCGG 

GACCCACTAGACTGTCGTCGCTCCTTGCTCTCCTGGGACTCCCGaAGCCCCGGCGTGCCCCTGCTTCCAGACACC 

AGCACTTTTTATGGCTCCCTCATCGCTGAGCTGCCCTCCAGTACCCCAGCCy^GGCCa^GTCCCCAGGTCCC^^ 

GTCAGGCGCCTCCCykCCCCyiGCTGGCCCAGCrCTCCAGCCCCTGTTCCAGCTCAGACAGCCT^^ 

GGACTCTCTTCTCCCCGCTTGTCTCTGGCCCCTGCAGAGGCrTGGAAGGCCyiAAAAGAAGaVGGAGCTGC^ 

GCCAACAGTTCCCCACTGCTCCGGGGCAGCCACTCCTTGGAGCTCCGGGCCTGTGAGTTAGGAAATAGAGGTTCC 

AAGAACCTTTCCCaAAGCCCaGGAGOTGTGCCCCAAGCTCTGGTTGCCTGGCGGGCCCTGGGACCGAAACTCCTC 

AGCTCCTCAAATQAGCTGGTTACTCGTCATCTCCCTCCAGCaCCCCTCTTTCCTaiTGaAACTCCCCCAACTCAG 

AGTCAACaGACCCAGCCTCCGGTGGCACCACAGGCTCCCTCCTCa^TCCTGCTGCCAGCAGCCCCCATC^ 

CTTAGCCCCTGCAGTCCCCCTAGCCCCGAGGCCTCTTCCCTCTCTGGCCCCAGCCCAGCTTCCAGTCGCCTGTCC 

AGCTCCTCACTGTCATCCCTGGGGGAGGATCAAGACaGCGTGCTGACCCCTGAGGAGGTAGCCCTGTGCTTGGAA 

CTCAGTGAGGGTGAGGAGACTCCCAGGAACaiGCGTCTCTCCCATGCCAAGGGCTCCTTCACCCCCCACCACCTAT 

GGGTACATOVGCGTCCCAACAGCCTCAGAGTTCACGGACATGGGCAGGACTGGAGGAGGGGTGGGGCCC^ 

GGAGTCTTGCTGTGCCCACCTCGGCCCTGCCTCACCCCCACCCCCAGCGAGGGCTCCTTAGCCAATGGTTGGGGC 

TCaGCCTCTGAGGACS^TGCCGCCAGCGCCAGAGCCAGCCTTGTCAGCTCCTCCGATGGCTCCTTCCTCGCTGAT 

GCTCACTTTGCCCGGGCCCTGGCAGTGGCTGTGGaTAGCTTTGGTTTCGGTCTAGAGCCCAGGGAGGCAGACTGC 

GTCTTCATAGATGCCTOVTCACCTCCCTCCCCACGGGATGAGATCTTCCTGACCCCCAACCTCTCCCTGCCCCTG 

TGGGAGTGGAGGCCAGACTGGTTGGAAGACATGGAGGTCAGCCACACCCAGaSGCTGGGAAGGGGGATGCC 

TGGCCCCCTGACTCTCAGATCTCTTCCCAGAGAAGTCAGCTCCAOTGTCGTATGCCCAAGGCTGGTGCTTCTCCT 

GTAGATTACTCCTGAACCGTGTCCCTGAGACTTCCCAGACGGGAATCAGAACCACTTCTCCTGTCCACCCACAAG 

ACCTGGGCTGTGGTGTGTGGGTCTTGGCCTGTGTTTCTCTGCAGCTGGGGTCCACCTTCCCAAGCCTCCAGAGAG 

TTCTCCCTCCACGATTGTGAAAACAAATGaAAACAAAATTAGAGCAAAGCTGACCTGGAGCCCTCAGGGAGCAfl^ 

ACa.TCATCTCCACCTGACTCCTAGCCACTGCTTTCrCCTCTGTGCC:ATCCACTCCCACC:ACCAGGT'^^^ 

CTGAGGAGC^iGCCCTGCCTGCTGCTCTTCCCCCACCATTTGGATCACAGGAAGTGGAGGAGCC^GAGGTGCCTT^ 

GTGGAGQACAGCAGTGGCTGCTGGGAGAGGGCTGTGGAGGAAGGAGCTTCTCGGAGCCCCCTCTCAGCCTTACCT 

GGGCCCCTCCTCTAGAGAAGAGCTCAACTCTCTCCCAACCTCACCATGGAAAGAAAATAATTATGAATGCCACTG 

AGGCACTGAGGCCCTACCTCATGCCAAACAAAGGGTTCAAGGCTGGGTCTAGCQAGQATGCTGAAGGAAGG^ 

TATGAGACCGTAGGTCAAAAGCACCATCCTCGTACTGTTGTCACTATGAGCTTAAGAAATTTGATACCATAAAAT 

GGTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 77 



</usr/seqdb2/sst/DNA/Dnaseqs .min/ss .DNA41404 
<subunit 1 of 1, 985 aa, 1 stop 
<MW: 105336, pi: 6.55, NX(S/T) : 7 

MGGMAQDSPPQILVHPQDQLFQGPGPARMSCQASGQPPPTIRWLLNGQPLSMVPPDPHHLLP 
DGTLLLLQPPARGHAHDGQALSTDLGVYTCEASNRLGTAVSRGARLSVAVLREDFQIQPRDM 
VAWGEQFTLECGPPWGHPEPTVSWWKDGKPLALQPGRHWSGGSLLMARAEKEJDEGTYMCV 
ATNSAGHRESRAARVSIQEPQDYTEPVELLAVRIQLENVTLILNPDPAEGPKPRPAVWLSWKV 
SGPAAPAQSYTALFRTQTAPGGQGAPWAEELLAGWQSAELGGLHWGQDYEFKVRPSSGRARG 
PDSNVLLLRLPEKVPSAPPQEVTLKPGNGTVFVSWVPPPAENHNGIIRGYQWSLGNTSLPP 
ANWTWGEQTQLEIATHMPGSYCVQVAAVTGAGAGEPSRPVCLLLEQAMERATQEPSEHGPW 
TLEQLRATLKRPEVIATCGVALWLLLLGTAVCIHRRRRARVHLGPGLYRYTSEDAILKHRMD 
HSDSQWLADTWRSTSGSRDLSSSSSLSSRLGADARDPLDCRRSLLSPTOSRSPGVPLLPDTST 
FYGSLIAELPSSTPARPSPQVPAVRRLPPQLAQLSSPCSSSDSLCSRRGLSSPRLSLAPAEA 
WKAKKKQELQHANSSPIiLRGSHSLELRACELGNRGSKNLSQSPGAVPQALVAWRALGPKLLS 
SSNELVTRHLPPAPLFPHETPPTQSQQTQPPVAPQAPSSILLPAAPIPILSPCSPPSPQASS 
LSGPSPASSRLSSSSLSSLGEDQDSVLTPEEVALCLELSEGEETPRNSVSPMPRAPSPPTTY 
GYISVPTASEFTDMGRTGGGVGPKGGVLLCPPRPCLTPTPSEGSLANGWGSASEDNAASARA 
SLVSSSDGSFLADAHFARALAVAVDSFGFGLEPREADCVFIDASSPPSPRDEIFLTPNLSLP 
LWEWRPDWLEDMEVSHTQRLGRGMPPWPPDSQISSQRSQLHCRMPKAGASPVDYS 

Important features: 
Transmembrane domain: 
amino acids 44 8-467 
N-glycosylation sites: 

amino acids 224-227, 338-341, 367-370, 374-377, 658-661 and 926- 
929 

N-myristoylation sites. 

amino acids 47-52, 80-85, 88-93, 99-104, 105-110, 181-186, 272- 
277, 290-295, 355-360, 403-408, 462-467, 561-566, 652-657, 849- 
854 and 876-881 

Phosphotyrosine interaction domain proteins 

amino acids 740-753 



